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CXARHUMAN 
P78310 

000694 

Release 39, May 2000 
Release 39, May 2000 
Release 42, September 2003 

Coxsackievirus and adenovirus receptor [Precursor] 

Coxsackievirus B-adenovirus receptor 
hCAR 

CVB3 binding protein 
CXADR or CAR 

'Homo sapiens (Human) [TaxID: 9606] 



Eukaryota : Metazoa ; Chordata ; Craniata ; Vertebrata : Euteleostomi ; 



Mammalia ; Eutheria; Primates ; Catarrhini ; Hominidae : Homo . 
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Sequence information 

Length: 365 AA [This is the 
length of the unprocessed 
precursor] 

10 20 
I I 
MAL'LLCFVLL CGVVDFARSL S 



Molecular weight: 40029 Da 
[This is the MW of the 
unprocessed precursor] 

30 40 
I I 



CRC64: AB01C6346CB7FE64 [This 
is a checksum on the sequence] 
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KVKKAPGVAN KKIHLVVLVK PSGARCYVDG SEEIGSDFKI KCEPKEGSLP LQYEWQKLSD 
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I I I I I i 

SQKMPTSWLA EMTSSVISVK NASSEYSGTY SCTVRNRVGS DQCLLRLNVV PPSNKAGLIA 
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I I I I . 1 i 

GAIIGTLLAL ALIGLIIFCC RKKRREEKYE KEVHHDIRED VPPPKSRTST ARSYIGSNHS 
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SLGSMSPSNM EGYSKTQYNQ VPSEDFERTP QSPTLPPAKV AAPNLSRMGA IPVMIPAQSK 
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